where S op is a normal gap cost for sequence-sequence alignment, g start 1 (x) is the frequency of gaps that start at position x, and g start 1 (i) is the frequency of gaps that end at position i. See Katoh et al. (2002) for details. This was the default gap cost of MAFFT till 2013 Oct.
In the current version (since v7.113, 2013 Oct) , the default gap cost is:
where f (x) is the frequency of non-gap characters at position x. Obviously, the gap cost of equation 9 is stronger than than that of equation 10. By using the former, less gaps are inserted to gap-rich regions, which can be discarded manually or by a filtering program. Such an MSA is sometimes useful when one is interested only in mostly gap-free sites. For large input data consisting of thousands or more sequences, the current default (eq. 10) outperforms the previous default in sensitivity. 
